
ATTORNEYDOCKETNO: TTV-013C3CN3 



SEQUENCE LISTING 



<110> Bujard, Hermann 
Gossen, Manfred 
Salfeld, Jochen 
Voss, Jeffrey 



<120> Tetracycline-Regulated Transcriptional 
Activator Fusion Proteins 



<130> TTV-013C3CN3 

<140> 09/777317 
<141> 2001-02-05 

<150> 09/163276 
<151> 1998-09-29 

<150> 08/479306 
<151> 1995-06-07 

<150> 08/260452 
<151> 1997-07-22 

<160> 17 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1008 
<212> DNA 

<213> Herpes Simplex Virus 

<220> 
<221> CDS 

<222> (1) . . . (1005) 
<220> 

<221> exon 

<222> (1) . . . (1008) 

<220> 

<221> mRNA 

<222> (1) . . . (1008) 

<220> 

<221> misc_binding 
<222> (1) . . . (207) 

<220> 

<221> misc_binding 
<222> (208) . . . (335) 

<400> 1 

atg tct aga tta gat aaa agt aaa gt'g att aac age gca tta gag ctg 48 
Met Ser Arg Leu Asp Lys Ser Lys Val lie Asn Ser Ala Leu Glu Leu 
1 5 10 15 
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ctt aat gag gtc gga ate gaa ggt tta aca acc cgt aaa etc gee cag 96 

Leu Asn Glu Val Gly lie Glu Gly Leu Thr Thr Arg Lys Leu Ala Gin 
20 25 30 

aag eta ggt gta gag cag cct aca ttg tat tgg cat gta aaa aat aag 144 

Lys Leu Gly Val Glu Gin Pro Thr Leu Tyr Trp His Val Lys Asn Lys 
35 40 45 

egg get ttg etc gac gec tta gee att gag atg tta gat agg cac cat 192 

Arg Ala Leu Leu Asp Ala Leu Ala lie Glu Met Leu Asp Arg His His 
50 55 60 

act cac ttt tgc cct tta gaa ggg gaa age tgg caa gat ttt tta cgt 240 

Thr His Phe Cys Pro Leu Glu Gly Glu Ser Trp Gin Asp Phe Leu Arg 
65 70 75 80 

aat aag get aaa agt ttt aga tgt get tta eta agt cat cgc gat gga 288 

Asn Lys Ala Lys Ser Phe Arg Cys Ala Leu Leu Ser His Arg Asp Gly 
85 90 95 

gca aaa gta cat tta ggt aca egg cct aca gaa aaa cag tat gaa act 336 

Ala Lys Val His Leu Gly Thr Arg Pro Thr Glu Lys Gin Tyr Glu Thr 
100 105 110 

etc gaa aat caa tta gee ttt tta tgc caa caa ggt ttt tea eta gag 384 

Leu Glu Asn Gin Leu Ala Phe Leu Cys Gin Gin Gly Phe Ser Leu Glu 
115 120 125 

aat gca tta tat gca etc age get gtg ggg cat ttt act tta ggt tgc 432 

Asn Ala Leu Tyr Ala Leu Ser Ala Val Gly His Phe Thr Leu Gly Cys 
130 135 140 

gta ttg gaa gat caa gag cat caa gtc get aaa gaa gaa agg gaa aca 4 80 

Val Leu Glu Asp Gin Glu His Gin Val Ala Lys Glu Glu Arg Glu Thr 

145 150 155 160 

cct act act gat agt atg ccg cca tta tta cga caa get ate gaa tta 528 

Pro Thr Thr Asp Ser Met Pro Pro Leu Leu Arg Gin Ala lie Glu Leu 
165 170 175 

ttt gat cac caa ggt gca gag cca gec ttc tta ttc ggc ctt gaa ttg 576 

Phe Asp His Gin Gly Ala Glu Pro Ala Phe Leu Phe Gly Leu Glu Leu 
180 185 190 

ate ata tgc gga tta gaa aaa caa ctt aaa tgt gaa agt ggg tec gcg 624 

lie lie Cys Gly Leu Glu Lys Gin Leu Lys Cys Glu Ser Gly Ser Ala 
195 200 205 

tac age cgc gcg cgt acg aaa aac aat tac ggg tct acc ate gag ggc 672 

Tyr Ser Arg Ala Arg Thr Lys Asn Asn Tyr Gly Ser Thr lie Glu Gly 
210 215 220 

ctg etc gat etc ccg gac gac gac gee ccc gaa gag gcg ggg ctg gcg 720 

Leu Leu Asp Leu Pro Asp Asp Asp Ala Pro Glu Glu Ala Gly Leu Ala 

225 230 235 240 

get ccg cgc ctg tec ttt etc ccc gcg gga cac acg cgc aga ctg teg 7 68 

Ala Pro Arg Leu Ser Phe Leu Pro Ala Gly His Thr Arg Arg Leu Ser 
245 250 255 

acg gec ccc ccg acc gat gtc age ctg ggg gac gag etc cac tta gac 816 
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Thr Ala Pro Pro Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp 
260 265 270 

ggc gag gac gtg gcg atg gcg cat gcc gac gcg eta gac gat ttc gat 864 
Gly Glu Asp Val Ala Met Ala His Ala Asp Ala Leu Asp Asp Phe Asp 
275 280 285 

ctg gac atg ttg ggg gac ggg gat tec ccg ggt ccg gga ttt acc ccc 912 
Leu Asp Met Leu Gly Asp Gly Asp Ser Pro Gly Pro Gly Phe Thr Pro 
290 295 300 

cac gac tec gcc ccc tac ggc get ctg gat atg gcc gac ttc gag ttt 960 
His Asp Ser Ala Pro Tyr Gly Ala Leu Asp Met Ala Asp Phe Glu Phe 
305 310 315 320 

gag cag atg ttt acc gat ccc ctt gga att gac gag tac ggt ggg 1005 
Glu Gin Met Phe Thr Asp Pro Leu Gly lie Asp Glu Tyr Gly Gly 
325 330 335 

tag 1008 

<210> 2 
<211> 335 
<212> PRT 

<213> Herpes Simplex Virus 
<400> 2 

Met Ser Arg Leu Asp Lys Ser Lys Val lie Asn Ser Ala Leu Glu Leu 

15 10 15 

Leu Asn Glu Val Gly lie Glu Gly Leu Thr Thr Arg Lys Leu Ala Gin 

20 25 30 

Lys Leu Gly Val Glu Gin Pro Thr Leu Tyr Trp His Val Lys Asn Lys 

35 40 45 

Arg Ala Leu Leu Asp Ala Leu Ala lie Glu Met Leu Asp Arg His His 

50 55 60 

Thr His Phe Cys Pro Leu Glu Gly Glu Ser Trp Gin Asp Phe Leu Arg 
65 70 75 80 

Asn Lys Ala Lys Ser Phe Arg Cys Ala Leu Leu Ser His Arg Asp Gly 

85 90 95 

Ala Lys Val His Leu Gly Thr Arg Pro Thr Glu Lys Gin Tyr Glu Thr 

100 105 110 

Leu Glu Asn Gin Leu Ala Phe Leu Cys Gin Gin Gly Phe Ser Leu Glu 

115 120 125 

Asn Ala Leu Tyr Ala Leu Ser Ala Val Gly His Phe Thr Leu Gly Cys 

130 135 140 

Val Leu Glu Asp Gin Glu His Gin Val Ala Lys Glu Glu Arg Glu Thr 
145 150 155 160 

Pro Thr Thr Asp Ser Met Pro Pro Leu Leu Arg Gin Ala lie Glu Leu 

165 170 175 

Phe Asp His Gin Gly Ala Glu Pro Ala Phe Leu Phe Gly Leu Glu Leu 

180 185 190 

lie lie Cys Gly Leu Glu Lys Gin Leu Lys Cys Glu Ser Gly Ser Ala 

195 200 205 

Tyr Ser Arg Ala Arg Thr Lys Asn Asn Tyr Gly Ser Thr lie Glu Gly 

210 215 220 

Leu Leu Asp Leu Pro Asp Asp Asp Ala Pro Glu Glu Ala Gly Leu Ala 
225 230 235 240 

Ala Pro Arg Leu Ser Phe Leu Pro Ala Gly His Thr Arg Arg Leu Ser 

245 250 255 

Thr Ala Pro Pro Thr Asp Val Ser Leu Gly Asp Glu Leu His Leu Asp 
260 265 270 
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Gly 


Glu 


Asp 
275 


Val 


Ala 


Met 


Ala 


His 
280 


Ala 


Asp 


Ala 


Leu 


Asp 
285 


Asp 


Phe 


Asp 


Leu 


Asp 
290 


Met 


Leu 


Gly 


Asp 


Gly 
295 


Asp 


Ser 


Pro 


Gly 


Pro 
300 


Gly 


Phe 


Thr 


Pro 


His 


Asp 


Ser 


Ala 


Pro 


Tyr 


Gly 


Ala 


Leu 


Asp 


Met 


Ala 


Asp 


Phe 


Glu 


Phe 


305 










310 










315 










320 


Glu 


Gin 


Met 


Phe 


Thr 

325 


Asp 


Pro 


Leu 


Gly 


lie 
330 


Asp 


Glu 


Tyr 


Gly 


Gly 
335 





<210> 3 
<211> 894 
<212> DNA 

<213> Herpes Simplex Virus 

<220> 

<221> CDS 

<222> (1) . . . (891) 

<220> 

<221> exon 

<222> (1) . . . (894) 

<220> 

<221> mRNA 

<222> (1) . . . (894) 

<220> 

<221> misc_binding 
<222> (1) . . . (207) 

<220> 

<221> misc__binding 
<222> (208) . . . (297) 

<400> 3 

atg tct aga tta gat aaa agt aaa gtg att aac age gca tta gag ctg 48 

Met Ser Arg Leu Asp Lys Ser Lys Val lie Asn Ser Ala Leu Glu Leu 

15 10 15 

ctt aat gag gtc gga ate gaa ggt tta aca acc cgt aaa etc gee cag 96 
Leu Asn Glu Val Gly lie Glu Gly Leu Thr Thr Arg Lys Leu Ala Gin 
20 25 30 

aag eta ggt gta gag cag cct aca ttg tat tgg cat gta aaa aat aag 144 
Lys Leu Gly Val Glu Gin Pro Thr Leu Tyr Trp His Val Lys Asn Lys 
35 40 45 

egg get ttg etc gac gee tta gee att gag atg tta gat agg cac cat 192 
Arg Ala Leu Leu Asp Ala Leu Ala lie Glu Met Leu Asp Arg His His 
50 55 60 



act cac ttt tgc cct tta gaa ggg gaa age tgg caa gat ttt tta cgt 
Thr His Phe Cys Pro Leu Glu Gly Glu Ser Trp Gin Asp Phe Leu Arg 
65 70 75 80 



240 



aat aac get aaa agt ttt aga tgt get tta eta agt cat cgc gat gga 288 
Asn Asn Ala Lys Ser Phe Arg Cys Ala Leu Leu Ser His Arg Asp Gly 
85 90 95 



gca aaa gta cat tta ggt aca egg cct aca gaa aaa cag tat gaa act 336 
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Ala Lys Val His Leu Gly Thr Arg Pro Thr Glu Lys Gin Tyr Glu Thr 
100 105 110 

etc gaa aat caa tta gec ttt tta tgc caa caa ggt ttt tea eta gag 384 
Leu Glu Asn Gin Leu Ala Phe Leu Cys Gin Gin Gly Phe Ser Leu Glu 
115 120 125 

aat gca tta tat gca etc age get gtg ggg cat ttt act tta ggt tgc 432 
Asn Ala Leu Tyr Ala Leu Ser Ala Val Gly His Phe Thr Leu Gly Cys 
130 135 140 

gta ttg gaa gat caa gag cat caa gtc get aaa gaa gaa agg gaa aca 480 
Val Leu Glu Asp Gin Glu His Gin Val Ala Lys Glu Glu Arg Glu Thr 
145 150 155 160 

cct act act gat agt atg ccg cca tta tta cga caa get ate gaa tta 528 
Pro Thr Thr Asp Ser Met Pro Pro Leu Leu Arg Gin Ala lie Glu Leu 
165 170 175 

ttt gat cac caa ggt gca gag cca gee ttc tta ttc ggc ctt gaa ttg 576 
Phe Asp His Gin Gly Ala Glu Pro Ala Phe Leu Phe Gly Leu Glu Leu 
180 185 190 

ate ata tgc gga tta gaa aaa caa ctt aaa tgt gaa agt ggg tct gat 624 
lie lie Cys Gly Leu Glu Lys Gin Leu Lys Cys Glu Ser Gly Ser Asp 
195 200 205 

cca teg ata cac acg cgc aga ctg teg acg gee ccc ccg ace gat gtc 672 
Pro Ser lie His Thr Arg Arg Leu Ser Thr Ala Pro Pro Thr Asp Val 
210 215 220 

age ctg ggg gac gag etc cac tta gac ggc gag gac gtg gcg atg gcg 720 
Ser Leu Gly Asp Glu Leu His Leu Asp Gly Glu Asp Val Ala Met Ala 
225 230 235 240 

cat gee gac gcg eta gac gat ttc gat ctg gac atg ttg ggg gac ggg 768 
His Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Asp Gly 
245 250 255 

gat tec ccg ggt ccg gga ttt ace ccc cac gac tec gee ccc tac ggc 816 
Asp Ser Pro Gly Pro Gly Phe Thr Pro His Asp Ser Ala Pro Tyr Gly 
260 265 270 

get ctg gat atg gee gac ttc gag ttt gag cag atg ttt acc gat gee 864 
Ala Leu Asp Met Ala Asp Phe Glu Phe Glu Gin Met Phe Thr Asp Ala 
275 280 285 

ctt gga att gac gag tac ggt ggg ttc tag 894 
Leu Gly lie Asp Glu Tyr Gly Gly Phe 
290 295 



<210> 4 
<211> 297 
<212> PRT 

<213> Herpes Simplex Virus 
<400> 4 

Met Ser Arg Leu Asp Lys Ser Lys Val lie Asn Ser Ala Leu Glu Leu 

15 10 15 

Leu Asn Glu Val Gly He Glu Gly Leu Thr Thr Arg Lys Leu Ala Gin 
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20 










25 










30 






Lys 


Leu 


Gly 


Val 


Glu 


Gin 


Pro 


Thr 


Leu 


Tyr 


Trp 


His 


Val 


Lys 


Asn 


Lys 






35 










40 










45 








Arg 


Ala 


Leu 


Leu 


Asp 


Ala 


Leu 


Ala 


He 


Glu 


Met 


Leu 


Asp 


Arg 


His 


His 




50 










55 










60 










Thr 


His 


Phe 


Cys 


Pro 


Leu 


Glu 


Gly 


Glu 


Ser 


Trp 


Gin 


Asp 


Phe 


Leu 


Arg 


65 










70 










75 










80 


Asn 


Asn 


Ala 


Lys 


Ser 


Phe 


Arg 


Cys 


Ala 


Leu 


Leu 


Ser 


His 


Arg 


Asp 


Gly 










85 










90 










95 




Ala 


Lys 


Val 


His 


Leu 


Gly 


Thr 


Arg 


Pro 


Thr 


Glu 


Lys 


Gin 


Tyr 


Glu 


Thr 








100 










105 










110 






Leu 


Glu 


Asn 


Gin 


Leu 


Ala 


Phe 


Leu 


Cys 


Gin 


Gin 


Gly 


Phe 


Ser 


Leu 


Glu 






115 










120 










125 








Asn 


Ala 


Leu 


Tyr 


Ala 


Leu 


Ser 


Ala 


Val 


Gly 


His 


Phe 


Thr 


Leu 


Gly 


Cys 




130 










135 










140 










Val 


Leu 


Glu 


Asp 


Gin 


Glu 


His 


Gin 


Val 


Ala 


Lys 


Glu 


Glu 


Arg 


Glu 


Thr 


145 










150 










155 










160 


Pro 


Thr 


Thr 


Asp 


Ser. 


Met 


Pro 


Pro 


Leu 


Leu 


Arg 


Gin 


Ala 


He 


Glu 


Leu 










165 










170 










175 




Phe 


Asp 


His 


Gin 


Gly 


Ala 


Glu 


Pro 


Ala 


Phe 


Leu 


Phe 


Gly 


Leu 


Glu 


Leu 








180 










185 










190 






He 


He 


Cys 


Gly 


Leu 


Glu 


Lys 


Gin 


Leu 


Lys 


Cys 


Glu 


Ser 


Gly 


Ser 


Asp 






195 










200 










205 








Pro 


Ser 


He 


His 


Thr 


Arg 


Arg 


Leu 


Ser 


Thr 


Ala 


Pro 


Pro 


Thr 


Asp 


Val 




210 










215 










220 










Ser 


Leu 


Gly 


Asp 


Glu 


Leu 


His 


Leu 


Asp 


Gly 


Glu 


Asp 


Val 


Ala 


Met 


Ala 


225 










230 










235 










240 


His 


Ala 


Asp 


Ala 


Leu 


Asp 


Asp 


Phe 


Asp 


Leu 


Asp 


Met 


Leu 


Gly 


Asp 


Gly 










245 










250 










255 




Asp 


Ser 


Pro 


Gly 


Pro 


Gly 


Phe 


Thr 


Pro 


His 


Asp 


Ser 


Ala 


Pro 


Tyr 


Gly 








260 










265 










270 






Ala 


Leu 


Asp 


Met 


Ala 


Asp 


Phe 


Glu 


Phe 


Glu 


Gin 


Met 


Phe 


Thr 


Asp 


Ala 






275 










280 










285 








Leu 


Gly 


He 


Asp 


Glu 


Tyr 


Gly 


Gly 


Phe 

















290 



295 



<210> 5 
<211> 450 
<212> DNA 

<213> Human cytomegalovirus 



<220> 

<221> mRNA 
<222> (382) 



(450) 



<400> 5 

gaattcctcg 

actccctatc 

agaaaagtga 

tttaccactc 

tgatagagaa 

gtcgagctcg 

tcgtttagtg 

aagacaccgg 



agtttaccac 
agtgatagag 
aagtcgagtt 
cctatcagtg 
aagtgaaagt 
gtacccgggt 
aaccgtcaga 
gaccgatcca 



tccctatcag 
aaaagtgaaa 
taccactccc 
atagagaaaa 
cgagtttacc 
cgagtaggcg 
tcgcctggag 
gcct ccgcgg 



tgatagagaa 
gtcgagttta 
tatcagtgat 
gtgaaagtcg 
actccctatc 
tgtacggtgg 
acgccatcca 



aagtgaaagt 
ccactcccta 
agagaaaagt 
agtttaccac 
agtgatagag 
gaggcctata 
cgctgttttg 



cgagtttacc 60 
tcagtgatag 120 
gaaagtcgag 180 
tccctatcag 240 
aaaagtgaaa 300 
taagcagagc 360 
acctccatag 420 
450 



<210> 6 
<211> 450 
<212> DNA 

<213> Human cytomegalovirus 
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<220> 

<221> mRNA 

<222> (382) . . . (450) 



<400> 6 

gaattcctcg 

ggtaaactcg 

ttttctctat 

gggagtggta 

tttcactttt 

ctgataggga 

tcgtttagtg 

aagacaccgg 



acccgggtac 
actttcactt 
cactgatagg 
aactcgactt 
ctctatcact 
gtggtaaact 
aaccgtcaga 
gaccgatcca 



cgagctcgac 
ttctctatca 
gagtggtaaa 
tcacttttct 
gatagggagt 
cgagtaggcg 
tcgcctggag 
gcctccgcgg 



tttcactttt 
ctgataggga 
ctcgactttc 
ctatcactga 
ggtaaactcg 
tgtacggtgg 
acgccatcca 



ctctatcact 
gtggtaaact 
acttttctct 
tagggagtgg 
actttcactt 
gaggcctata 
cgctgttttg 



gatagggagt 
cgactttcac 
atcactgata 
taaactcgac 
ttctctatca 
taagcagagc 
acctccatag 



60 

120 

180 

240 

300 

360 

420 

450 



<210> 7 
<211> 398 
<212> DNA 

<213> Herpes Simplex Virus 



<400> 7 

gagctcgact 

tctctatcac 

agtggtaaac 

cacttttct c 

atagggagtg 

gagatccggc 

cgcatattaa 



ttcacttttc 
tgatagggag 
tcgactttca 
tatcactgat 
gtaaactcga 
gaattcgaac 
ggtgacgcgt 



tctatcactg 
tggtaaactc 
cttttctcta 
agggagtggt 
ctttcacttt 
acgcagatgc 
gtggcctcga 



atagggagtg 
gactttcact 
tcactgatag 
aaactcgact 
tctctatcac 
agtcggggcg 
acaccgag 



gtaaactcga 
tttctctatc 
ggagtggtaa 
ttcacttttc 
tgatagggag 
gcgcggtccg 



ctttcacttt 60 
actgataggg 120 
actcgacttt 180 
tctatcactg 240 
tggtaaactc 300 
aggtccactt 360 
398 



<210> 8 
<211> 6244 
<212> DNA 

<213> Herpes Simplex Virus 



<400> 8 

ctcgagttt a 

tatcagtgat 

gtgaaagt eg 

actccctatc 

agaaaagtga 

ctcggtaccc 

agtgaaccgt 

ccgggaccga 

ggtcgacggt 

ccaaacccca 

agccctttcc 

ctgagctgaa 

ccgaggtegg 

cctcagaggc 

cccggccctg 

cagacgtgga 

cgagacctcc 

cctcgggtcc 

gcctgtttgg 

tggccccgct 

cccacaaggt 

ggagccctca 

aggaggacag 

cactgggagg 

gaggegtege 

eggagcagga 

tcatccacgt 



ccact cccta 
agagaaaagt 
agtttaccac 
agtgatagag 
aagtcgagtt 
gggtcgagta 
cagatcgcct 
t ccagcct cc 
atcgataagc 
cacccatttt 
ctcctcccga 
ggcaaaggaa 
atcccagctc 
ctcgtctgta 
tcaggggcag 
gggcgcattt 
agaaaaggac 
egggcagage 
ccccgacctt 
catgagcega 
gctgcccagg 
ctggccggca 
ctccgaatcc 
cacggcggcc 
ccttgtcccc 
cgcgccggtg 
geccat cctg 



tcagtgatag 
gaaagtcgag 
tccctatcag 
aaaagtgaaa 
taccactccc 
ggcgtgtacg 
ggagacgeca 
gcggccccga 
ttgatatcga 
ctcctccctc 
gagaeggggg 
cctcgggctc 
ctgggtcgcc 
gtctccgcca 
aaccccccag 
cctggagtcg 
agcggcctgc 
cacgccagcc 
cccgaagacc 
cccgaggaca 
ggactgtcac 
gtgaagecat 
gagggcaccg 
ggaggaggag 
aaggaagatt 
gcgcctgggc 
cctctcaacc 



agaaaagtga 
tttaccactc 
tgatagagaa 
gtcgagttta 
tatcagtgat 
gtgggaggcc 
tccacgctgt 
attcgagctc 
attccaggag 
tgcccctata 
aggagaaaag 
cccacgtggc 
cggaccctgg 
tccccatctc 
aegggaagae 
aagccccgga 
tggacagtgt 
ctgccacctg 
cccgggctgc 
aggcaggega 
catccaggca 
ccccgcagcc 
tgggcccgct 
ctgcccccgt 
ctcgcttctc 
gctccccgct 
acgctttcct 



aagtcgagtt 
cctat cagtg 
aagtgaaagt 
ccactcccta 
agagaaaagt 
tatataagca 
tttgacctcc 
ggtaceggge 
gtggagatcc 
tcccggcacc 
gggagttcag 
gggcggcgcg 
ccccttccag 
cctggacggg 
gcaggaccca 
gggggcagga 
cctcgacacg 
cgaggccatc 
ccccgctacc 
cagctctggg 
gctgctgctc 
cgctgcggtg 
cctgaagggc 
cgcgtctgga 
ggcgcccagg 
ggccacct eg 
ggccacccgc 



taccactccc 
atagagaaaa 
cgagtttacc 
tcagtgatag 
gaaagtcgag 
gagctcgttt 
atagaagaca 
cccccctcga 
gcgggtccag 
ccctcctcct 
gtcgacatga 
ccctccccca 
gggagecaga 
ttgctcttcc 
ccgtcgttgt 
gacagcagct 
ctcctggcgc 
agcccgtggt 
aaaggggtgt 
aeggcagegg 
ccctcctctg 
caggtagacg 
caacctcggg 
gcggccgcag 
gtctccttgg 
gtggtggatt 
accaggcagc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 
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tgctggaggg 
ggggctcccc 
acccgcccga 
ccgccctcaa 
cgtacctggt 
cgccaccctc 
cctccccagg 
tcctgtacaa 
agcctccggg 
cgggcgcagc 
cgcaactcgg 
atctcaacta 
cactacctca 
tcctcacctg 
atttatgtgc 
cgtgtcgcct 
agttcaataa 
gcattccaaa 
cccctctaat 
acacaaagcc 
aacttctttc 
atgaccagat 
ggagatccta 
atgaacagcg 
cgcaggagtt 
tacttcttaa 
gatcaagcta 
ccagctcaca 
aacaacttca 
ttccagaaat 
tgaaaccact 
gtggtatgtc 
agggaattcc 
cattgatgag 
aatttgtgat 
caacaattgc 
caagtaaaac 
gccggaccac 
cgccgaggca 
gcctcttcat 
gaagtat cag 
aaaaaaatca 
gaggcatttc 
atcggccaac 
actgactcgc 
gtaatacggt 
cagcaaaagg 
ccccctgacg 
ctataaagat 
ctgccgctta 
tgctcacgct 
cacgaacccc 
aacccggtaa 
gcgaggtatg 
agaaggacag 
ggtagctctt 
cagcagatta 
tctgacgctc 
aggatcttca 
tatgagtaaa 
atctgtctat 



ggagagctac 
ctctgcctcg 
cgccgagccc 
gataaaggag 
ggctggtgca 
gctgccgcct 
cagtgcctcc 
ggcagaaggc 
cgccggcgcc 
cgccggggcc 
ctaccaggcc 
cctgaggccg 
gaagatttgt 
tgggagctgt 
tggaagaaat 
tagaaagtgc 
agtcagagtc 
tgaaagccaa 
caacctgtta 
tgatacctcc 
agtggtaaaa 
aactctcatc 
caaacatgtc 
gatgaaagaa 
tgtcaagctt 
tacaattcct 
cattagagag 
gcgtttctat 
cctgtactgc 
gatgtctgaa 
tctcttt cat 
tttcgttttg 
tgcagcccgg 
tttggacaaa 
gctattgctt 
attcatttta 
ctctacaaat 
gctatctgtg 
agactcgggc 
cgggaatgcg 
ct cgaccaag 
ctggatatac 
agtcagttgc 
gcgcggggag 
tgcgctcggt 
tatccacaga 
ccaggaaccg 
agcatcacaa 
accaggcgtt 
ccggatacct 
gtaggtatct 
ccgttcagcc 
gacacgactt 
taggcggtgc 
tatttggtat 
gatccggcaa 
cgcgcagaaa 
agtggaacga 
cctagatcct 
cttggtctga 
ttcgttcatc 



gacggcgggg 
tccacccctg 
aaagatgacg 
gaggaagaag 
aaccccgccg 
cgagtgccct 
gtctcctcct 
gcgccgcccc 
tgcctgctcc 
gcccctgcgc 
gccgtgctca 
gattcagaag 
ttgatctgtg 
aaggtcttct 
gactgcattg 
tgt caagctg 
atgagagcac 
cgaatcactt 
atgagcattg 
agttctttgc 
tggtccaaat 
cagtattctt 
agtgggcaga 
tcatcattct 
caagttagcc 
ttggaaggac 
ctcatcaagg 
cagctcacaa 
ctgaatacat 
gttattgctg 
aaaaagtgaa 
gtcaggatta 
gggatccact 
ccacaactag 
tatttgtaac 
tgtttcaggt 
gtggtatggc 
caaggtcccc 
ggcgccctgc 
cgcgaccttc 
cttggcgaga 
caccgttgat 
tcaatgtacc 
aggcggtttg 
cgttcggctg 
atcaggggat 
taaaaaggcc 
aaatcgacgc 
tccccctgga 
gtccgccttt 
cagttcggtg 
cgaccgctgc 
atcgccactg 
tacagagttc 
ctgcgctctg 
acaaaccacc 
aaaaggatct 
aaact cacgt 
tttaaattaa 
cagttaccaa 
catagttgcc 



ccgcggccgc 
tggcgggcgg 
cgttccccct 
ccgccgaggc 
ccttcccgga 
cgtccagacc 
cgtcctcgtc 
agcagggccc 
cgcgggacgg 
tctacccgac 
aggagggcct 
ccagtcagag 
gggatgaagc 
ttaaaagggc 
ttgataaaat 
gcatggtcct 
tcgatgctgt 
tttctccaag 
aaccagatgt 
tgacgagtct 
ctcttccagg 
ggatgagttt 
tgctgtattt 
attcactatg 
aagaagagtt 
taagaagtca 
caattggttt 
aacttcttga 
ttatccagtc 
cacagttacc 
tgtcaattat 
tgacgtctcg 
agttctagag 
aatgcagtga 
cattataagc 
tcagggggag 
tgattatgat 
ggacgcgcgc 
ccgtcccacc 
agcatcgccg 
ttttcaggag 
atatcccaat 
tataaccaga 
cgtattgggc 
cggcgagcgg 
aacgcaggaa 
gcgttgctgg 
tcaagtcaga 
agctccctcg 
ctcccttcgg 
taggtcgttc 
gccttatccg 
gcagcagcca 
ttgaagtggt 
ctgaagccag 
gctggtagcg 
caagaagatc 
taagggattt 
aaatgaagtt 
tgcttaatca 
tgactccccg 



cagccccttc 
cgacttcccc 
ctacggcgac 
cgcggcgcgc 
cttccagctg 
cggggaagcg 
ggggtcgacc 
cttcgcgccg 
cctgccctcc 
gctcggcctc 
gccgcaggtc 
cccacagtac 
atcaggctgt 
aatggaaggg 
ccgcaggaaa 
tggagggcga 
tgctctccca 
tcaagagata 
gatctatgca 
taatcaacta 
ttttcgaaac 
aatggtattt 
tgcacctgat 
ccttaccatg 
cctctgcatg 
aagccagttt 
gaggcaaaaa 
taacttgcat 
ccgggcgctg 
caagatattg 
ttttcaaaga 
agtttttata 
gatccagaca 
aaaaaatgct 
tgcaataaac 
gtgtgggagg 
cctgcaagcc 
tccatgagca 
aggtcaacag 
gcatgtcccc 
ctaaggaagc 
ggcatcgtaa 
ccgttcagct 
gctcttccgc 
tatcagctca 
agaacatgtg 
cgtttttcca 
ggtggcgaaa 
tgcgctctcc 
gaagcgtggc 
gctccaagct 
gtaactatcg 
ctggtaacag 
ggcctaacta 
ttaccttcgg 
gtggtttttt 
ctttgatctt 
tggtcatgag 
ttaaatcaat 
gtgaggcacc 
tcgtgtagat 



gtcccgcagc 
gactgcacct 
ttccagccgc 
tccccgcgta 
gcagcgccgc 
gcggtggcgg 
ctggagtgca 
ctgccctgca 
acctccgcct 
aacggactcc 
tacacgccct 
agcttcgagt 
cattatggtg 
cagcataact 
aactgcccgg 
aagtttaaaa 
cagccagtgg 
cagttaattc 
ggacatgaca 
ggcgagcggc 
ttacatattg 
ggactaggat 
ctaatattaa 
tggcagatac 
aaagtattac 
gaagagatga 
ggagttgttt 
gatcttgtca 
agtgttgaat 
gcagggatgg 
attaagtgt t 
atattctgaa 
tgataagata 
ttatttgtga 
aagttaacaa 
ttttttaaag 
tcgtcgtctg 
gagcgcccgc 
gcggtaaccg 
tggcggacgg 
taaaatggag 
agaacatttt 
gcattaatga 
ttcctcgctc 
ct caaaggcg 
agcaaaaggc 
taggctccgc 
cccgacagga 
tgttccgacc 
gctttctcaa 
gggctgtgtg 
tcttgagtcc 
gattagcaga 
cggctacact 
aaaaagagtt 
tgtttgcaag 
ttctacgggg 
attatcaaaa 
ctaaagtata 
tatctcagcg 
aactacgata 



1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 



ATTOR1MEYDOCKETNO: TTV-013C3CN3 
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cgggagggct taccatctgg ccccagtgct gcaatgatac cgcgagaccc acgctcaccg 5340 

gctccagatt tatcagcaat aaaccagcca gccggaaggg ccgagcgcag aagtggtcct 5400 

gcaactttat ccgcctccat ccagtctatt aattgttgcc gggaagctag agtaagtagt 54 60 

tcgccagtta atagtttgcg caacgttgtt gccattgcta caggcatcgt ggtgtcacgc 5520 

tcgtcgtttg gtatggcttc attcagctcc ggttcccaac gatcaaggcg agttacatga 5580 

tcccccatgt tgtgcaaaaa agcggttagc tccttcggtc ctccgatcgt tgtcagaagt 5640 

aagttggccg cagtgttatc actcatggtt atggcagcac tgcataattc tcttactgtc 5700 

atgccatccg taagatgctt ttctgtgact ggtgagtact caaccaagtc attctgagaa 5760 

tagtgtatgc ggcgaccgag ttgctcttgc ccggcgtcaa tacgggataa taccgcgcca 5820 

catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt cttcggggcg aaaactctca 5880 

aggatcttac cgctgttgag atccagttcg atgtaaccca ctcgtgcacc caactgatct 5940 

tcagcatctt ttactttcac cagcgtttct gggtgagcaa aaacaggaag gcaaaatgcc 6000 

gcaaaaaagg gaataagggc gacacggaaa tgttgaatac tcatactctt cctttttcaa 6060 

tattattgaa gcatttatca gggttattgt ctcatgagcg gatacatatt tgaatgtatt 6120 

tagaaaaata aacaaatagg ggttccgcgc acatttcccc gaaaagtgcc acctgacgtc 6180 

taagaaacca ttattatcat gacattaacc tataaaaata ggcgtatcac gaggcccttt 6240 
cgtc 6244 



<210> 9 
<211> 4963 
<212> DNA 

<213> Herpes Simplex Virus 



<400> 9 

ctcgagttta 

tatcagtgat 

gtgaaagtcg 

actccctatc 

agaaaagtga 

ctcggtaccc 

agtgaaccgt 

ccgggaccga 

cacaccaaag 

ctgaaccgtc 

agcagcaagc 

gccgccgcca 

gctgcggcgt 

agcccgctga 

cagcaggtgc 

ccgccggcat 

gccagtacca 

gcagtgtgca 

aaggccttct 

cagtgcacca 

tacgaagtgg 

aaacacaagc 

atgagagctg 

ctggccttgt 

atactctatt 

ctgaccaacc 

ggctttgtgg 

atcctgatga 

cctaacttgc 

gacatgctgc 

gtgtgcctca 

ctgaagtctc 

ttgatccacc 

cagctcctcc 

tacagcatga 



ccactcccta 
agagaaaagt 
agtttaccac 
agtgatagag 
aagtcgagtt 
gggtcgagta 
cagatcgcct 
tccagcctcc 
catctgggat 
cgcagctcaa 
ccgccgtgta 
acgcgcaggt 
tcggctccaa 
tgctactgca 
cctactacct 
tctacaggcc 
atgacaaggg 
atgactatgc 
tcaagagaag 
ttgataaaaa 
gaatgatgaa 
gccagagaga 
ccaacctttg 
ccctgacggc 
ccgagtatga 
tggcagacag 
atttgaccct 
ttggtctcgt 
tcttggacag 
tggctacatc 
aatctattat 
tggaagagaa 
tgatggccaa 
tcatcctctc 
agtgcaagaa 



tcagtgatag 
gaaagtcgag 
tccctatcag 
aaaagtgaaa 
taccactccc 
ggcgtgtacg 
ggagacgcca 
gcggccccga 
ggccctactg 
gatccccctg 
caactacccc 
ctacggtcag 
cggcctgggg 
cccgccgccg 
ggagaacgag 
aaattcagat 
aagtatggct 
ttcaggctac 
tattcaagga 
caggaggaag 
aggtgggata 
tgatggggag 
gccaagcccg 
cgaccagatg 
tcctaccaga 
ggagctggtt 
ccatgatcag 
ctggcgctcc 
gaaccaggga 
atctcggttc 
tttgcttaat 
ggaccatatc 
ggcaggcctg 
ccacatcagg 
cgtggtgccc 



agaaaagtga 
tttaccactc 
tgatagagaa 
gtcgagttta 
tatcagtgat 
gtgggaggcc 
tccacgctgt 
attccggcca 
catcagatcc 
gagcggcccc 
gagggcgccg 
accggcctcc 
ggtttccccc 
cagctgtcgc 
cccagcggct 
aatcgacgcc 
atggaatctg 
cattatggag 
cataacgact 
agctgccagg 
cgaaaagacc 
ggcaggggtg 
ctcatgatca 
gtcatggcct 
cccttcagtg 
cacatgatca 
gtccaccttc 
atggagcacc 
aaatgtgtag 
cgcatgatga 
tctggagtgt 
caccgagtcc 
accctgcagc 
cacatgagta 
ctctatgacc 



aagtcgagtt 
cctatcagtg 
aagtgaaagt 
ccactcccta 
agagaaaagt 
tatataagca 
tttgacctcc 
cgaccatgac 
aagggaacga 
tgggcgaggt 
cctacgagtt 
cctacggccc 
cactcaacag 
ctttcctgca 
acacggtgcg 
agggtggcag 
ccaaggagac 
tctggtcctg 
atatgtgtcc 
cctgccggct 
gaagaggagg 
aagtggggtc 
aacgctctaa 
tgttggatgc 
aagcttcgat 
actgggcgaa 
tagaatgtgc 
cagtgaagct 
agggcatggt 
atctgcaggg 
acacatttct 
tggacaagat 
agcagcacca 
acaaaggcat 
tgctgctgga 



taccactccc 
atagagaaaa 
cgagtttacc 
tcagtgatag 
gaaagtcgag 
gagctcgttt 
atagaagaca 
catgaccctc 
gctggagccc 
gtacctggac 
caacgccgcg 
cgggtctgag 
cgtgtctccg 
gccccacggc 
cgaggccggc 
agaaagattg 
tcgctactgt 
tgagggctgc 
agccaccaac 
ccgcaaatgc 
gagaatgttg 
tgctggagac 
gaagaacagc 
tgagcccccc 
gatgggctta 
gagggtgcca 
ctggctagag 
actgtttgct 
ggagatcttc 
agaggagttt 
gtccagcacc 
cacagacact 
gcggctggcc 
ggagcatctg 
gatgctggac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 
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gcccaccgcc 
agccacttgg 
ggggaggcag 
tacccgggga 
ccacaactag 
tatttgtaac 
tgtttcaggt 
gtggtatggc 
caaggtcccc 
ggcgccctgc 
cgcgaccttc 
cttggcgaga 
caccgttgat 
tcaatgtacc 
aggcggtttg 
cgttcggctg 
atcaggggat 
taaaaaggcc 
aaatcgacgc 
tccccctgga 
gtccgccttt 
cagttcggtg 
cgaccgctgc 
atcgccactg 
tacagagttc 
ctgcgctctg 
acaaaccacc 
aaaaggatct 
aaact cacgt 
t ttaaattaa 
cagttaccaa 
catagttgcc 
cccagtgctg 
aaccagccag 
cagtctatta 
aacgttgttg 
ttcagctccg 
gcggttagct 
ctcatggtta 
tctgtgactg 
tgctcttgcc 
ctcatcattg 
tccagttcga 
agcgtttctg 
acacggaaat 
ggttattgtc 
gttccgcgca 
acattaacct 



tacatgcgcc 
ccactgcggg 
agggtttccc 
tcctctagag 
aatgcagtga 
cattataagc 
tcagggggag 
tgattatgat 
ggacgcgcgc 
ccgtcccacc 
agcatcgccg 
ttttcaggag 
atatcccaat 
tataaccaga 
cgtattgggc 
cggcgagcgg 
aacgcaggaa 
gcgttgctgg 
tcaagtcaga 
agctccctcg 
ctcccttcgg 
taggtcgttc 
gccttatccg 
gcagcagcca 
ttgaagtggt 
ctgaagccag 
gctggtagcg 
caagaagatc 
taagggattt 
aaatgaagtt 
tgcttaatca 
tgatccccgt 
caatgatacc 
ccggaagggc 
attgttgccg 
ccattgctac 
gttcccaacg 
ccttcggtcc 
tggcagcact 
gtgagtactc 
cggcgtcaat 
gaaaacgttc 
tgtaacccac 
ggtgagcaaa 
gttgaatact 
tcatgagcgg 
catttccccg 
ataaaaatag 



cactagccgt 
ctctacttca 
tgccacagtc 
gatccagaca 
aaaaaatgct 
tgcaataaac 
gtgtgggagg 
cctgcaagcc 
tccatgagca 
aggtcaacag 
gcatgtcccc 
ctaaggaagc 
ggcatcgtaa 
ccgttcagct 
gctcttccgc 
tatcagctca 
agaacatgtg 
cgtttttcca 
ggtggcgaaa 
tgcgctctcc 
gaagcgtggc 
gctccaagct 
gtaactatcg 
ctggtaacag 
ggcctaacta 
ttaccttcgg 
gtggtttttt 
ctttgatctt 
tggtcatgag 
ttaaatcaat 
gtgaggcacc 
cgtgtagata 
gcgagaccca 
cgagcgcaga 
ggaagctaga 
aggcatcgtg 
atcaaggcga 
tccgat cgtt 
gcataattct 
aaccaagtca 
acgggataat 
ttcggggcga 
tcgtgcaccc 
aacaggaagg 
catactcttc 
atacatattt 
aaaagtgcca 
gcgtatcacg 



ggaggggcat 
tcgcattcct 
tgagagctcc 
tgataagata 
ttatttgtga 
aagttaacaa 
ttttttaaag 
tcgtcgtctg 
gagcgcccgc 
gcggtaaccg 
tggcggacgg 
taaaatggag 
agaacatttt 
gcattaatga 
ttcctcgctc 
ctcaaaggcg 
agcaaaaggc 
taggctccgc 
cccgacagga 
tgttccgacc 
gctttctcaa 
gggctgtgtg 
tcttgagtcc 
gattagcaga 
cggctacact 
aaaaagagt t 
tgtttgcaag 
ttctacgggg 
attatcaaaa 
ctaaagtata 
tatctcagcg 
actacgatac 
cgctcaccgg 
agtggtcctg 
gtaagtagtt 
gtgtcacgct 
gttacatgat 
gtcagaagta 
cttactgtca 
ttctgagaat 
accgcgccac 
aaactctcaa 
aactgatctt 
caaaatgccg 
ctttttcaat 
gaatgtattt 
cctgacgtct 
aggccctttc 



ccgtggagga 
tgcaaaagta 
ctggcggaat 
cattgatgag 
aatttgtgat 
caacaattgc 
caagtaaaac 
gccggaccac 
cgccgaggca 
gcctcttcat 
gaagtatcag 
aaaaaaatca 
gaggcatttc 
at cggccaac 
actgactcgc 
gtaatacggt 
cagcaaaagg 
ccccctgacg 
ctataaagat 
ctgccgctta 
tgctcacgct 
cacgaacccc 
aacccggtaa 
gcgaggtatg 
agaaggacag 
ggtagctctt 
cagcagatta 
tctgacgctc 
agga tcttca 
tatgagtaaa 
atctgtctat 
gggagggctt 
ctccagattt 
caactttatc 
cgccagttaa 
cgtcgtttgg 
cccccatgtt 
agttggccgc 
tgccatccgt 
agtgtatgcg 
atagcagaac 
ggatcttacc 
cagcatcttt 
caaaaaaggg 
attattgaag 
agaaaaataa 
aagaaaccat 
gtc 



gacggaccaa 
ttacatcacg 
tcgagctcgg 
tttggacaaa 
gctattgctt 
attcatttta 
ctctacaaat 
gctatctgtg 
agactcgggc 
cgggaatgcg 
ctcgaccaag 
ctggatatac 
agtcagttgc 
gcgcggggag 
tgcgctcggt 
tatccacaga 
ccaggaaccg 
agcatcacaa 
accaggcgtt 
ccggatacct 
gtaggtatct 
ccgttcagcc 
gacacgactt 
taggcggtgc 
tatttggtat 
gatccggcaa 
cgcgcagaaa 
agtggaacga 
cctagatcct 
cttggtctga 
ttcgttcatc 
accatctggc 
atcagcaata 
cgcctccatc 
tagtttgcgc 
tatggcttca 
gtgcaaaaaa 
agtgttatca 
aagatgcttt 
gcgaccgagt 
tttaaaagtg 
gctgttgaga 
tactttcacc 
aataagggcg 
catttatcag 
acaaataggg 
tattatcatg 



2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4 2 00 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4963 



<210> 10 
<211> 42 
<212> DNA 

<213> Herpes Simplex Virus 



<400> 10 

tcgagtttac cactccctat cagtgataga gaaaagtgaa ag 



42 



<210> 11 
<211> 6 
<212> PRT 

<213> Artificial Sequence 



ATTORN EYDOCKETNO: TTV-013C3CN3 

11 



<220> 

<223> linker peptides 
<400> 11 

Ser Gly Ser Ala Tyr Ser 
1 5 



<210> 12 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> linker peptides 
<400> 12 

Ser Gly Ser Asp Pro Ser lie His Thr Arg 
15 10 



<210> 13 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<22C> 

<223> linker peptides 

<400> 13 
Tyr Gly Gly Phe 
1 



<210> 14 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> linker nucleotides 
<400> 14 

tccctatcag tgatagaga 19 

<210> 15 
<211> 12 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Linker nucleotides 
<400> 15 

aggcctatat aa 12 

<210> 16 
<211> 6 
<212> DNA 

<213> Artificial Sequence 



ATTORNE YDOCKETNO : TTV-013C3CN3 

12 



<220> 

<223> linker nucleotides 
<400> 16 

ctcgag 6 

<210> 17 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> linker nucleotides 



<400> 17 
tctctatcac 



tgataggga 



19 



